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*Methods for Computational Gene Prediction*is a new work covering contemporary methods for gene prediction. As the number of sequenced genomes has exploded, gene prediction methodologies have seen increasing levels of interest and research over the past 20 years. With the increased importance of genome-based biology, and the problem of automated gene prediction remaining unsolved, in the absolute sense, this topic is likely to remain an active field of research for some time to come. Majoros\' timely book summarises and explains the state of the art in the field of *ab initio*gene prediction in a clear, concise and lucid fashion.

This book is a well written and welcome addition to the field. The content is presented as a textbook and, judging by the depth and complexity, it would make an excellent postgraduate level text. I would shy away from using it for an undergraduate level course, however, even for the \'advanced undergraduates\' that the cover blurb suggests. Each chapter ends with a series of exercises for students, which should make it easy to integrate this material into any suitable course of study. As for a wider research audience, the book would be an invaluable addition to the bookshelf of any group working in the field of gene prediction or for those who have to work with gene prediction data.

The text fairly comprehensively deals with its subject matter in a relatively brief space. A consequence of this is that the book is very information dense, and it is not difficult to imagine that if you came to the book without a biology or computer science background, you might quickly feel out of your depth. Those with a computer science or mathematics background, however, will probably find that they have an easier time with the information that is presented. Thankfully, the clarity with which the material is presented helps to overcome the density of the information.

The book leads with two brief preliminary chapters, one covering an introduction to the relevant biology and biochemistry and the other covering an introduction to the mathematical and computer science concepts. While the treatment of these topics is, by necessity, rather brief, in some cases a few more simple examples would have helped to make things clearer. I also felt that, for clarity\'s sake, the mathematical preliminaries chapter may have benefited by being more clearly subdivided into mathematical or computer science topics. In the second chapter, the conventions for the book\'s pseudo code are covered. As a rule, the pseudo code throughout the book is pithy, clear and well written. This makes the code easy to follow, which will greatly benefit anyone coming to this topic with a strong computer science background.

The remaining chapters follow an alternating pattern, whereby each new topic area is introduced with an overview chapter before subsequent chapters deal with that topic in some depth. The majority of the book concerns itself with hidden Markov models and their derivatives in some detail. This is hardly surprising, given Majoros\' background and the current state of the more successful algorithms which underpin the best gene prediction algorithms. Detail in these topics seems to come at the expense of a more complete treatment of some other accessory methods. Dynamic programming gets a rather brief summary towards the start of the book, yet is referenced repeatedly throughout the text. As a result, the book seems rather biased towards hidden Markov model methodologies, although perhaps not unfairly so.

The closing chapters concern themselves with cutting edge research and the future developments that computational gene prediction research software might undergo. In this latter section, a wide range of complex topics are covered in a rather cursory manner. This gives the impression that these topics were included for the sake of completeness, rather than with a view to covering these topics seriously. This is a shame but, to some extent, given the current state of the art, understandable. Combined with the shallow treatment of some of the techniques earlier in the book, it means that this text is rather \'single issue\'.

To summarise, this is a clear, well written book and a valuable summary of the current state of the art. While it may suffer from a rather singular view of the world of computational gene prediction, this is understandable and probably shouldn\'t be of concern to the interested reader. I certainly would not hesitate to recommend it to anyone who requires an introduction to the field of *ab*initio gene prediction.
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